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said computer system comparing said plurality of probe 
ensitiesl \and 

identifying said unknown base according to results of 
id comparingVstep . 



61. The^method of claim 60, wherein said comparing 
step includes theLstep of said computer system calculating a 
ratio of a highei Iprobe intensity to a lower probe intensity. 

The method of claim 61, wherein said identifying 
1 &£&p includes the step of identifying said unknown baseFaccording 
•^/o a nucleic\acid probe ^having said higher probe intensity if 
said ratio is\ greater than a predetermined ratio value. 

Thelmethod of claim 62, wherein said predetermined 
rat^o L value is approximately 1.2. 

S4. The method of claim 60, further comprising the 
step o£\ sorting said plurality of probe intensities before said 
comparing step. 

65. The method of claim 60, wherein said at least one 
sequence included a reference sequence. 



66. Th 
step includes the^ 
intensities of 
said probe hybdid; 



method of claim 65, wherein said comparing 
of said computer system comparing probe 
Arobe hybridizing with said sample sequence to 
with said reference sequence. " 



step includes the 
probe intensity t 
with said reference 
intensity indicates 
probe with said 



67. ^htj> method of claim 65, wherein said comparing 

step of calculating first ratios of a wild-type 
each probe intensity of probes hybridizing 
sequence, wherein said wild-type probe 
an extent of hybridization of a complementary 
reference sequence. 
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68. 

step include: 
highest prob 
sequence to e^cl l 
sample sequence 



7 method of claim 67 , wherein said comparing 
s^tte^step of calculating second ratios of the 
le-fii tensity of a probe hybridizing with said sample 
probe intensity of probes hybridizing with said 



69 . the method ofT c^arim 68 , wherein said comparing 
step includes the step of datfculating third ratios of said first 
ratios to said second ratiqsVjl 



>70. The method of claim 69, wherein said identifying 
step^n^ludeB the step of identifying said unknown base according 
to said probes^ associated with a highest third ratio. 

71, ^Phe method of claim 68, wherein said comparing 
step includes V -.hp^step of calculating a ratio of a highest probe 
intensity of a\probe hybridizing with said reference sequence to 
a highest intei sity of a probe hybridizing with said sample 
sequence . ' 



72 

step includes 
ratio of neigl 




ethod of claim 71, wherein said cj 
'tep of comparing said ratio to an 
Ing nucleic acid probes. 



73. The] method of claim 65, [wherein probe intensities 
of probes hybridizkng with said reference sequence are from a 
plurality of experiments]. 

74. Thel [method of claim 73, wherein said comparing 
step includes the step of said computer system comparing probe 
intensities of proSjes hybridizing with said sample sequence to 
statistics about said plurality of experiments. 



75. The method of claim 74, wherein said statistics 
include a mean and stkndard deviation. 
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76. Ahe method of claim 73, further comprising the 
step of normalising said plurality of probe intensities by 
dividing each prbbe intensity by a sum of related probe 
intensities, wheAein related probe intensities are from probes 
that differ by a jingle base. 

77. The\ method of claim 60, further comprising the 
step of subtracting a>aqkground intensity from each of said 
plurality of probe intensities . 

78. Thelike€hod of claim 60, further comprising the 
step of setting a^priobe intensity equal to a positive number if 
said probe intensiry\ is less than or equal to zero. 

79. The mdthod of claim 60, further comprising the 
step of indicating sanLd unknown base is unable to be identified 
if said plurality of probe intensities have insufficient 
intensity to identify \said unknown base. 

80. The method of claim 60, wherein said unknown base 
is identified as being )A, C, G, or T. 

In a computer system, a method of identifying an 
V unknown base, in a sample nucleic acid sequence, said method 
lomprising the steps of: 

inputting a plurality of probe intensities for a 
plurality of nucleic acid probes, each probe intensity indicating 
an extent of hybridization of a nucleic acid probe with said 
sample sequence, and each nucleic acid probe differing from each 
other by a single blase; 

said computer system calculating a ratio of a higher 
probe intensity to a Itower probe intensity; and 

identifying said unknown base according to a nucleic 
acid probe having said Higher probe intensity if said ratio is 
greater than a predetermined ratio value. 
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82. Tas method of claim 81, wherein said predetermined 
ratio value is ap proximately 1.2. 



/ 83. The method of claim 81, further comprising the 

.Pstep of sortVng said plurality of probe intensities before said 
/comparing step. 



84. The method of claim 81, further comprising the 
step of subtracting a background intensity from each of said 
plurality of probk intensities. 



Thd method of claim 81, further comprising the 
step of setting a ?rpbe intensity equal to a positive number if 
less than or equal to zero. 



said probe intens: 



86. 

step of indicatin< 
if said plurality 
intensity to 



method of claim 81, further comprising the 
said unknown base is unable to be identified 
f probe intensities have insufficient 
said unknown base. 



identi f y 

87. The taethod of claim 81, wherein said unknown base 
is identified as being A, C, G, or T. 

In a computer system, a method of identifying an 
unknown base ^n a sample nucleic acid sequence, said method 
romprising theNsteps of: 

inputting a first set of probe intensities, each probe 
* intensity in said\f irst set indicating an extent of hybridization 
of a nucleic acid probe with a reference nucleic acid sequence, 
and each nucleic acid probe differing from each other by a single 
base ; 

inputting a Second set of probe intensities, each probe 
intensity in said second set indicating an extent of 
hybridization of a nucleVc acid probe with said sample sequence, 
and each nucleic acid probe differing from each other by a single 
base; 
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said computer system comparing at least one of said 
probe intensities in said first set and at least one of said 
robe intensities in said second set; and 

identifying said unknown base according to results of 
said comparing step. 

J? ' 89\, The method of claim 88, wherein said comparing 
sxep includes^ the step of calculating first ratios of a wild-type 
probe intensity to each probe intensity of probes hybridizing 
with said reference sequence, wherein said wild-type probe 
intensity indicates an extent of hybridization of a complementary 
probe with said reference sequence. 



90. Ttid methoj 
step includes the\\s^f 
highest probe int< 
sequence to each prob< 
sample sequence. 



of claim 89, wherein said comparing 
of calculating second ratios of the 
y of probes hybridizing with said sample 
intensity of a probe hybridizing with said 



91. The .methodX of claim 90, wherein said comparing 
step further includes the Wep of calculating third ratios of 
said first ratios to said second ratios. 

92\. The method of Vlaim 91, wherein said identifying 
tet> included the step of identifying said unknown base according 
to said probe \associated with a\ highest third ratio. 



93 . The method of claim 
step includes the step of calculat^ 
intensity in said first set to a hi'g 
set. 



wherein said comparing 
"a ratio of a highest probe 
est intensity in said second 



94. Therkgthod of claim 93, wherein said comparing 
step f^tjhp^fxncludess the step of comparing said ratio to an 
a&opi oqo iia ratio df VeVghboring nucleic acid probes. 
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95. The method of claim 88, further comprising the 
^tep of\ subtracting a background intensity from each of said 
y / " plurality of probe intensities. 
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96. The method of claim 88, further comprising the 
step of sWtting a probe intensity equal to a positive number if 
said probe intensity is less than or equal to 2ero. 

The method of claim 88, further comprising the 
step of iAtaica>±ng said unknown base is unable to be identified 
if said pjU^ality of probe intensities have insufficient 
intensity vp identify said unknown base. 



98 

is identifieS 



The method of claim 88 
as being A, C, G, or T. 



wherein said unknown base 




9*1 1 In a computer system, a method of identifying an 
tnknown basevln a sample nucleic acid- sequence, said method 
pmprising the steps of: 

inputting statistics about a plurality of experiments, 
each of said experiments producing probe intensities, each probe 
intensity indicating an extent of hybridization of a nucleic acid 
probe with a reference nucleic acid sequence, and each nucleic 
acid probe differing from each other by a single base; 

inputting a plurality of probe intensities, each probe 
intensity indicating an extent of hybridization of a nucleic acid 
probe with said sample sequence, and each nucleic acid probe 
differing from each\other by a single base; 

said computer system comparing at least one of said 
plurality of probe intensities with said statistics; and 

identifying \said unknown base according to results of 
said comparing step. 



1 
2 



100. The methot 
include a mean and stand 



: claim 99, wherein said statistics 
deviation . 
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101. The method of claim 99, further comprising the 
step of normalizing saVd plurality of probe intensities by 
dividing each probe intensity by a sum of related probe 
intensities, wherein rerated probe intensities are from probes 
that differ by a single 



102. The method 6f 
step of subtracting a backg: 
plurality of probe intensit 

103. The method \<|>f 
step of setting a probe 
said probe intensity is les.s thai 



105. The method of claim 99, 
is identified as being A, C, G, or T- — 




9, further comprising the 
intensity from each of said 



further comprising the 



equal to a positive number if 
or equal to zero. 



104 . The method of claim 99 , further comprising the 
step of indicating said unknown base is unable to be identified 
if said plurality of probe intensities have insufficient 
intensity to identify said unknown bafee. 



lerein said unknown base 



REMARKS 

Claims 60-105 are pending in the subject application. 
In a sincere effort to expedite prosecution Applicants canceled 
claims 1, 3-20 and 45-59. However, Applicants reserve all right 
to pursue these or other claims in another application. In light 
of the amendments and following remarks, Applicants believe all 
claims now pending are in condition for allowance. 

Claims 1, 3-20 and 45-59 were rejected under 35 U.S.C. 
§ 112, second paragraph, as being indefinite for failing to 
particularly point out and distinctly claim the subject 
invention. Claims 1, 3-20 and 45-59 were rejected under 35 
U.S.C. § 103 as being unpatentable over wo 92/10588 by Fodor et 
al. ("Fodor") in view of U.S. Patent No. 5,470,710, issued 
November 28, 1995 to Weiss et al. ("Weiss") and U.S. Patent No. 



